: Secondary Structure Comparison of A. aeolicus and E. coli sequences. 69% of the sequence is identical. Nucleotides in red show changes in the sequence. Both sequences represent unmodified transcripts consistent with the A. aeolicus co-crystal structure.
S2
Figure S2: Weblogo of tRNA Met compares tRNA Met sequences from 170 species show that guanine at positions 15 and 19 are conserved throughout evolution. Position 18 is most commonly a guanine, but is also found as a cytosine and uracil less frequently. Gaps that occur (at position 22, for example) result from the alignment process. The point mutations are denoted with asterisks and the suggested mutations are noted by pluses. Figure S3 : Concatenated Quality Threshold Clustering as a function of frame for all configurations combined and the relative cluster populations, separated by trajectory for quick identification of how much each configuration contributes to a particular cluster. Table S1 : Network parameters of the four correlation networks. The number of nodes is the count of residue pairs that exceed the correlation cutoff (|C ij | ≥ 0.5). The network diameter is the largest of all the shortest path lengths within the network. The average number of neighbors is the average connectivity of the nodes. and the clustering coefficient is the ratio of edges compared to the total possible edges in an undirected network. 
